In this study, we demonstrated that endolithic microbial 24 communities are highly specific to their substrates, suggesting a fine scale diversification of the 25 available microbial reservoir. By using an array of rock substrates from the same climatic region,
INTRODUCTION
Forty-seven samples from 4 different rock substrates were collected from two sampling preferentially associated with substrate types ( Figure 5A and Supplementary Information S8).
220
To test the statistical basis of this observation, we performed a differential abundance analysis 221 using DESeq2 between the high (gypsum and calcite) and low (ignimbrite and granite) diversity 222 groupings defined above by alpha diversity metrics. All Cyanobacteria OTUs, except for 2, were 223 significantly assigned to either the low (n=23) or the high diversity groups (n=25) (adjusted p-224 values <0.05; Figure 5B ), supporting the clusters visualized in Figure 5A . Similarly, top
225
Actinobacteria OTUs were significantly assigned to either the low (n=14) or the high (n=86) 
384
In conclusion, we argue that the architecture of the rock (sensu Wierzchos et al., 2015) , 
Tables and figure legends
507 Ave width (mm) 7 ± 4.8 2.4 ± 1.15 1.1 ± 0.5 3.8 ± 1.8
Max depth from surface (mm) 9.6 ± 7.6 3.2 ± 1.5 1.9 ± 0.7 5.1 ± 1.5 
